: Classification accuracy (AUC) for 37 feature selection methods for each of the four classification tasks in data from the V3-V5 16S rRNA locus * The results shown with bold underlined font have statistically significant classification accuracy (at 5% alpha-level adjusted for multiple comparisons). For a detailed description of the feature selection methods, see Table S1 . Table S3 : Number of features/taxa selected by 37 feature selection methods for each of the four classification tasks in data from the 
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PN vs. CC
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The results of the original univariate analysis of the V1-V3 dataset 15 are denoted as "ORIG", and the results of the present multivariate analyses of the V1-V3 and V3-V5 datasets are denoted as "V1-V3" and "V3-V5", respectively. The following notation is used to summarize results: "+" means that the genera was statistically significant in the prior analysis 15 ; "-" means that the genera was not statistically significant in the prior analysis 15 ; "++" means that that the genera was either often included in molecular signatures constructed by cross-validation or in the molecular signature constructed on the entire dataset; and "--" means that that the genera was neither often included in molecular signatures constructed by cross-validation nor in the molecular signature constructed on the entire dataset (see Supplementary files 1 and 2) .
